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The whole genome sequence of K. pneumoniae phage phiW14 was deposited in the NCBI (https://www.ncbi.nlm.nih.gov/) under accession number OK655936. The
raw sequence data of transcriptome were deposited in the Genome Sequence Archive (GSA, https://ngdc.cncb.ac.cn/gsub/) under PRJCA008648/CRA006357. The
raw sequence data of metabolome were deposited in the Open Archive for Miscellaneous Data (OMIX, https://ngdc.cncb.ac.cn/omix/) under PRJCA008973/
OMIX001072. Source data are provided with this paper.

In this study, all subjects' sex were consistent with their gender.The patient diagnosed with NASH accompanied by recurrent
pancreatitis was a 55-year-old man; in groups of 16 patients with NASH, 11 subjects were male, and 5 subjects were female;
in groups of 20 healthy controls, 9 subjects were male, and 11 subjects were female.As the HiAlc Kpn was the major object,
we did not performed the sex- and gender-based analysis.

All participants are Chinese varied from 30 to 68 years old. And all 16 patients were diagnosed as NASH.

See above.

All participants were recruited voluntarily and randomly.

All human participants signed the informed consent form in this study. This study was approved by the Medical Ethics
Committee of the Capital Institute of Pediatrics and carried out by the licensed individual with license number
SHERLL2021032.

In animal assays, all mice were randomly divided into groups, 6 mice in each group. This sample size (n=6) is avalible for statistical analysis.

No data was excluded in this study.

All murine models were conducted with 3 independent experiments (n=6 mice/group).

All mice/ samples were randomly divided into groups

Investigators were blinded to group allocation during data collection and analysis.




